The asc (formerly sac) operon encodes a set of genes for the metabolism of salicin, arbutin, and cellobiose and is cryptic (silent) in Escherichia coli K-12 (3). The asc operon was cloned from strain LP103, in which the operon had been activated by a spontaneous mutation (3). A fragment of the cloned sequence used to probe the Kohara phage collection (2) hybridized to clones 447 (9G10) and 448 (1B2), placing it between kb 2845 and 2853 on the physical map, which corresponds to about 58.7 min on the genetic map (1).
To confirm this placement, asc was mapped with respect to srl (58.3 min on the genetic map) by P1 transduction. asc and srl exhibit 50% cotransduction, corresponding to a The restriction map of the wild-type asc operon (Fig. 1 ) places it more precisely between kb 2850.08 and 2854.1 on the physical map. In agreement with the Kohara map, the asc operon contains no HindIII, EcoRI, KpnI, PstI, or PvuII sites. The only discrepancy between the Kohara map and the asc map is the presence of two BglI sites on the asc map that are not present on the Kohara map. It seems likely that those small (0.1-and 0.27-kb) fragments might not have been detected by Kohara. Disagreements between this map and the previously published map of the cloned active gene (3) are attributable to the inclusion in the previous map of about 0.65 kb of IS186, which is inserted at position 0.2 kb on the present map, in the active allele (to be published elsewhere).
